contained 4,001 full genome sequences of infl uenza viruses isolated from humans, 2,590 of viruses isolated from birds, and only 325 from swine, 85 from horses, 2 from mink, 4 from dogs, 2 from cats, 2 from tigers, and 3 from seals.
We invite donors and international agencies to invest in a novel approach to infl uenza virus infections, to abandon prefi xed compartments linked to geographic origin or species of isolation, and to analyze the infl uenza gene pool as one entity. We propose capitalizing on existing achievements and investments to develop an international network and a permanent observatory, which will improve our understanding of the dynamics of the infl uenza virus gene pool in animals and humans. A greater understanding will generate important information to support both public and animal health. Ideally, a small consortium, including representatives of major international organizations, could take leadership and liaise with major institutions involved in infl uenza surveillance and research to develop a feasibility study and roadmap to achieve this goal. The One Flu initiative could result in international synergies, the bridging of gaps between medical and veterinary scientists, permanent monitoring of virus evolution and epidemiology, and the best exploitation of investments in capacity building. Above all, this collaboration could be a challenge and opportunity to implement the One Health vision, and possibly act as a model for other emerging zoonotic diseases. 
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